Computational Prediction of Intrinsic Disorder in Proteins.
Computational prediction of intrinsically disordered proteins (IDPs) is a mature research field. These methods predict disordered residues and regions in an input protein chain. More than 60 predictors of IDPs have been developed. This unit defines computational prediction of intrinsic disorder, summarizes major types of predictors of disorder, and provides details about three accurate and recently released methods. We demonstrate the use of these methods to predict intrinsic disorder for several illustrative proteins, provide insights into how predictions should be interpreted, and quantify and discuss predictive performance. Predictions can be freely and conveniently obtained using webservers. We point to the availability of databases that provide access to annotations of intrinsic disorder determined by structural studies and putative intrinsic disorder pre-computed by computational methods. Lastly, we also summarize experimental methods that can be used to validate computational predictions. © 2017 by John Wiley & Sons, Inc.